LETTERS
To the Editor: We read with interest the recent research letter by Duployez et al. describing a cluster of invasive group A Streptococcus (iGAS) infections in a cohabiting couple in their 60s (1) . The report illustrates the increased risk of infection for persons living in a household with someone with iGAS infection. We write to draw readers' attention to our recent study, which adds to the body of evidence on the risk of household transmission of iGAS (2) .
Population-based studies from Australia, Canada, the United Kingdom, and the United States, based on 13 household clusters, assessed the risk of transmitting iGAS infection through household contact (3) . We identified an additional 24 household clusters in England using addresses captured through national surveillance in 2009 and 2011-2013. For all 12 clusters in which emm typing was performed on both patients, results were the same for both. All secondary cases occurred within 1 month of the index case (median 2 days). Among contacts, the 30-day incidence rate was 4,520/100,000 person-years, 1,940 times higher than the background incidence (2.34/100,000 person-years). Spouses and partners ≥75 years of age (6 pairs) were at particularly high risk for developing infection; incidence was estimated at 15,000 (95% CI 5,510-32,650)/100,000 person-years, 1,650 times higher than the background risk in this age group (9.09/100,000, 95% CI 5,510-32,650). These data resulted in an estimated number needed to treat of 82 (46-417).
Duployez's article also highlights differences between countries in policies for antimicrobial chemoprophylaxis. National guidance for public health management of community iGAS infection is being revised in the United Kingdom; oral penicillin V is currently recommended as the first choice for chemoprophylaxis (4) . However, questions remain about the efficacy of chemoprophylaxis and the practicalities of timely administration to benefit others in a household, given that 38% of pairs were co-primary cases or had only 1 day between initial and subsequent infections.
To the Editor:
We read with great interest the article by Loutet et al. on acquired resistance to antituberculosis drugs in low-burden settings, such as England, Wales, and Northern Ireland (1), and support their assertion that detecting acquired resistance should be a priority in highburden settings. This objective is particularly urgent in Myanmar, where tuberculosis (TB) is highly endemic (2) and drug-resistant TB is present through both acquired drug resistance and direct transmission. Unfortunately, the overwhelming number of TB cases precluded routine phenotypic drug susceptibility testing (DST) of first-or second-line drugs, so we began using whole-genome sequencing (WGS), which enabled us to more rapidly diagnose drug-resistant TB (3). Here, we briefly describe 2 cases of acquired antituberculosis drug resistance detected by WGS.
Patient A, diagnosed with rifampin-susceptible TB by Xpert (Cepheid Inc., Sunnyvale, CA, USA), received a treatment regimen containing first-line drugs but failed to achieve smear conversion at the 3-month follow-up. WGS indicated that the isolate was resistant to isoniazid, streptomycin, and rifampin. WGS and phenotypic DST of the isolate at baseline revealed it was resistant to isoniazid and streptomycin. Isolates from before and after treatment differed by 2 single-nucleotide polymorphisms, suggesting that rifampin resistance was acquired during therapy (4) . Patient B was diagnosed with rifampin-resistant TB and reported that he had started multidrug-resistant (MDR) TB treatment 6 months earlier but failed to continue the treatment. WGS and phenotypic DST showed the case had been MDR TB (resistant to isoniazid, rifampin, and streptomycin, but sensitive to amikacin) at baseline but had become pre-extensively drug resistant (amikacin resistance was acquired during treatment).
Loutet et al. showed that WGS provides an effective way to evaluate TB drug resistance in low-endemicity settings (5). We believe WGS is even more vital to help direct MDR TB treatment in high-burden settings, to halt the continued spread of TB. 
